Table S24. Domain characterization of TLR4.
The conserved segment of each LRR is underlined. The amino acids identified as under positive selection are in bold. 
	TLR4 – Homo sapiens

	Domain
	Start
	Stop
	Sequence

	Signal
	1
	23
	MMSASRLAGTLIPAMAFLSCVRP

	LRR-NT
	24
	55
	ESWEPCVEVVPNITYQCMELNFYKIPDNLPFS

	LRR1
	56
	79
	TKNLDLSFNPLRHLGSYSFFSFPE

	LRR2
	80
	103
	LQVLDLSRCEIQTIEDGAYQSLSH

	LRR3
	104
	127
	LSTLILTGNPIQSLALGAFSGLSS

	LRR4
	128
	151
	LQKLVAVETNLASLENFPIGHLKT

	LRR5
	152
	176
	LKELNVAHNLIQSFKLPEYFSNLTN

	LRR6
	177
	204
	LEHLDLSSNKIQSIYCTDLRVLHQMPLL

	LRR7
	205
	227
	NLSLDLSLNPMNFIQPGAFKEIR

	LRR8
	228
	249
	LHKLTLRNNFDSLNVMKTCIQG

	LRR9
	250
	279
	LAGLEVHRLVLGEFRNEGNLEKFDKSALEG

	LRR10
	280
	309
	LCNLTIEEFRLAYLDYYLDDIIDLFNCLTN

	LRR11
	310
	331
	VSSFSLVSVTIERVKDFSYNFG

	LRR12
	332
	352
	WQHLELVNCKFGQFPTLKLKS

	LRR13
	353
	374
	LKRLTFTSNKGGNAFSEVDLPS

	LRR14
	375
	400
	LEFLDLSRNGLSFKGCCSQSDFGTTS

	LRR15
	401
	423
	LKYLDLSFNGVITMSSNFLGLEQ

	LRR16
	424
	448
	LEHLDFQHSNLKQMSEFSVFLSLRN

	LRR17
	449
	472
	LIYLDISHTHTRVAFNGIFNGLSS

	LRR18
	473
	497
	LEVLKMAGNSFQENFLPDIFTELRN

	LRR19
	498
	521
	LTFLDLSQCQLEQLSPTAFNSLSS

	LRR20
	522
	545
	LQVLNMSHNNFFSLDTFPYKCLNS

	LRR21
	546
	570
	LQVLDYSLNHIMTSKKQELQHFPSS

	LRR22
	571
	594
	LAFLNLTQNDFACTCEHQSFLQWI

	LRR-CT
	579
	632
	NDFACTCEHQSFLQWIKDQRQLLVEVERMECATPS
DKQGMPVLSLNITCQMNKT

	Transmembrane
	633
	652
	IIGVSVLSVLVVSVVAVLVY

	TIR
	653
	839
	KFYFHLMLLAGCIKYGRGENIYDAFVIYSSQDEDW
VRNELVKNLEEGVPPFQLCLHYRDFIPGVAIAANI
IHEGFHKSRKVIVVVSQHFIQSRWCIFEYEIAQTW
QFLSSRAGIIFIVLQKVEKTLLRQQVELYRLLSRN
TYLEWEDSVLGRHIFWRRLRKALLDGKSWNPEGTV
GTGCNWQEATSI


